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. In fact, only eight bases of RNA are sufficient for elongation complex stability. Based on these considerations, it seems unlikely that the exonuclease activity of Rat1/hXrn2 acts alone to cause termination. Perhaps Rat1/hXrn2 can perform other tricks in addition to chewing RNA, or maybe they collaborate with additional factors to bring about termination (Figure 2) . Candidate factors might include helicases such as factor2/lodestar, which can disrupt ternary complexes (Liu et al., 1998). Rat1/hXrn2 might also contact pol II directly or attract a separate allosteric modulator(s) that reduces polymerase processivity. In summary, the exonuclease torpedoes are vital new weapons in the arsenal of termination factors, but they alone are probably not sufficient to sink an elongating polymerase. An exciting challenge for the future will be to identify at the molecular level how Rat1/hXrn2 and their collaborators evict pol II from its template.
